Supplementary
. A schematic presentation of the secondary structural elements in ObTLP1. α-helices are labeled with the letter 'H', and β-strands are lettered in uppercase. β, γ, and hairpin turns are also labeled. Genomic DNA (15 µg) was digested with XbaI and BamHI, precipitated with Ethanol/Sodium Acetate and electrophoresed on 0.8% Agarose gel. After depurination and denaturation, resolved DNAs were transferred onto Hybond N+ (GE Healthcare) following capillary method, and UV cross-linked. ObTLP1 cDNA (725 bp) was DIG labelled and hybridized to membrane (DIG-System; Roche Diagnostics). Prehybridisation and hybridisation were performed at 65°C with standard buffer (5X SSC, 0.1% N-lauroylsarcosine, 0.02%SDS, 1% blocking reagent-Roche-11096176001). Detection was performed using an alkaline phosphatase-conjugated anti-digoxigenin antibody 1 5000 dil i (R h 11093274910) Af hi bl d l d f ll i at 1:5000 dilutions (Roche-11093274910). After washing, blot was developed following colorimetric detection method using NBT and BCIP in detection buffer (0.1M Tris-HCl, pH-9.5 and 0.1M NaCl). Ramachandran plot was generated using PROCHECK program of Structure Analysis and Verification Server (SAVES) for the modeled ObTLP1. 94.1% of residues were found in the most favoured regions, 5.4% of residues were in the most allowed regions, and 0.5% of residues were found in the outlier regions. most allowed regions, and 0.5% of residues were found in the outlier regions. ProSA results showed that 3D model of ObTLP1 is very close to native structure (2VHK) determined by X-ray crystallography. 3.14 ± 0.04 3.12 ± 0.02
Weight of dry pod (mg) 1.12 ± 0.05 1.14 ± 0.04 1.13 ± 0.04 Seeds/pod 37.79 ± 3.72 39.5 ± 3.48 38.71 ± 3.34 100 seeds weight (mg) 2.03 ± 0.09 2.08 ± 0.13 2.06 ± 0.09 Supplementary Table S2 . List of the primers used in this study.
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